Introduction
Neuroblastoma is a pediatric cancer originating from the developing sympathetic nervous system. It is the most frequent peripheral nervous system tumor of infancy and childhood, 1,2 which constitutes of approximately 7%-10% of all childhood cancers. 3 Neuroblastoma is the third leading cause of cancer-related death in children. 3 Despite of remarkable advances in the treatments of many childhood cancers, neuroblastoma remains a serious clinical problem, causing 15% of childhood cancer mortality. 4 The median age at diagnosis of this disease is around 17 months. 5 Neuroblastoma may occur throughout the sympathetic nervous system, mostly within the abdomen and adrenal medulla. 6 The incidence rate of neuroblastoma is about 1 in 7000 live newborns worldwide. 7 It is also one of the most commonly diagnosed solid tumors in the Chinese infants, with an incidence rate of ~7.7 per million. 8 The majority of neuroblastomas are sporadic, and only about 1% of patients have a family history of this type of disease. 9 Thus far, the etiology of neuroblastoma remains largely unidentified, especially for 
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Zhang et al predisposing factors for neuroblastoma. 10, 11 Family studies and case-control studies have been often adopted to discover neuroblastoma susceptibility genetic variants. [12] [13] [14] [15] For instance, Diskin et al 16 conducted a case-control study with 2,817 neuroblastoma cases and 7,473 controls. They recognized two loci at 6q16 region associated with the neuroblastoma susceptibility, one within the HACE1 (rs4336470), and the other within the LIN28B (rs17065417) gene.
Over the past years, at least five genome-wide association studies (GWASs) have been accomplished mainly in North American patients of European descent, and several loci were proven to be related with the risk of neuroblastoma, such as CASC15 in 2008, BARD1 in 2009, and LMO1 in 2011. 11, [16] [17] [18] [19] A two-stage neuroblastoma GWAS by Nguyen et al 18 included 1,627 cases and 2,575 controls at the first stage, as well as 398 cases and 1,507 controls in the replication stage. They found that dual-specificity phosphatase 12 (DUSP12) gene polymorphisms, at chromosome band 1q23.3, significantly conferred neuroblastoma susceptibility. When they limited the analysis to 574 low-risk neuroblastoma cases and 1,722 controls, DUSP12 and three novel genes were validated to be associated with low-risk neuroblastoma. They were IL31RA and DDX4 located on chromosome band 5q11.2 and HSD17B12 on chromosome band 11p11.2. Among all the significant polymorphisms in the four genes, the rs1027702 T.C, rs10055201 A.G, rs2619046 G.A, and rs11037575 C.T are most noteworthy. The association between these polymorphisms and neuroblastoma susceptibility has been replicated in the Italians 20 and a Northern Chinese population. 15 To scrutinize the association between the four most significant polymorphisms and neuroblastoma susceptibility in Southern Chinese population, we conducted this study including 256 neuroblastoma cases and 531 cancerfree controls.
Materials and methods study subjects
To investigate the association between chosen genetic polymorphisms and the risk of neuroblastoma, we included 256 neuroblastoma cases having received treatments from the Guangzhou Women and Children's Medical Center as reported previously, [21] [22] [23] [24] [25] and 531 age-, gender-, and racematched cancer-free controls were randomly picked from children who visited the same hospital for a routine physical examination. [26] [27] [28] This study received the approval of the Institutional Review Board of Guangzhou Women and Children's Medical Center. Written informed consent was acquired from each participant or his/her guardian.
Polymorphism analysis
DNA samples were processed as we described elsewhere. [29] [30] [31] [32] Briefly, DNA samples were diluted to a stock concentration of 10 ng/μL and added to the 96-well plates. Genotyping for the four GWAS-identified gene single-nucleotide polymorphisms (SNPs) (rs1027702 T.C, rs10055201 A.G, rs2619046 G.A, and rs11037575 C.T) 20 was carried out in the 384-well plate using Taqman method following a published protocol. 29 Moreover, for the purpose of quality control and validation of the accuracy of genotyping results, ~10% of the samples were randomly selected for sequencing. The results were 100% concordant.
statistical analysis
Differences in the demographics and genotypes between neuroblastoma cases and controls were compared by χ 2 test. Hardy-Weinberg equilibrium for control subjects was calculated by goodness-of-fit χ 2 test. Unconditional univariate and multivariate logistic regression analyses were performed. Odds ratios (ORs) and 95% confidence intervals (CIs), with adjustment for age and gender, were used to quantify the strength of associations between these four polymorphisms and neuroblastoma susceptibility. Stratified analysis was performed regarding age, gender, tumor sites, and clinical stages. A P,0.05 was considered as statistically significant. 33 All statistical tests were two-sided, and were calculated using SAS software (Version 9.1; SAS Institute, Cary, NC, USA).
Results

Population characteristics
The demographic characteristics of participants are reviewed in Table S1 . No statistically significant differences were detected between cases and controls with respect to age (P=0. 
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HSD17B12 polymorphism and neuroblastoma risk in Table 1 . We spotted significant association between the rs11037575 T allele and a decreased risk of neuroblastoma (CT vs CC: adjusted OR =0.71, 95% CI =0.51-0.97, P=0.030). However, we observed no significant association with neuroblastoma susceptibility for the rs1027702 T.C and rs10055201 A.G polymorphism. We then combined risk genotypes and found a significant trend toward an increased neuroblastoma risk with the accumulation of risk genotypes (adjusted OR =1.26, 95% CI =1.01-1.58, P=0.043). Participants harboring two to four risk genotypes had a borderline significantly increased neuroblastoma risk (adjusted OR =1.34, 95% CI =0.99-1.81, P=0.055) in comparison to those with zero to one risk genotype.
Stratified analysis of selected polymorphisms and neuroblastoma susceptibility
Next, participants were stratified in terms of age, gender, sites of origin, and clinical stages. We further assessed the effects of variant genotypes of polymorphisms on the risk of neuroblastoma among the different strata (Table 2) . We found that the rs11037575 T allele was associated with a decreased neuroblastoma risk among the children aged 18 months (CT/TT vs CC: adjusted OR =0.60, 95% CI =0.37-0.97, P=0.036), and those with tumor in mediastinum (CT/TT vs CC: adjusted OR =0.59, 95% CI =0.37-0.94, P=0.025). In the combined analysis, it was shown that the accumulation of risk 
Discussion
In this study, we evaluated the association of four GWASidentified polymorphisms (rs1027702 T.C, rs10055201 A.G, rs2619046 G.A, and rs11037575 C.T) with the risk of neuroblastoma in 256 patients and 531 cancerfree controls. Our results demonstrated that rs11037575 T allele protected against neuroblastoma. Moreover, stratified analysis showed that the rs11037575 variants reduced the risk of neuroblastoma among younger subjects (0-18 months of age), and decreased the risk of mediastinal neuroblastoma. When we collectively analyzed risk genotypes, we found that girls carrying two to four risk genotypes had a statistically significantly increased neuroblastoma risk, and patients with two to four risk genotypes tended to develop advanced disease (clinical stage III + IV). The results from the current study suggested that rs11037575 T allele alone had negative effect on neuroblastoma, while combined risk genotypes conferred increased neuroblastoma susceptibility. The rs2619046 allele A (frequency of 0.52 and 0.47 in cases and controls, respectively) showed a trend toward the association with risk of neuroblastoma development (P=0.087, OR =1.202, 95% CI =0.973-1.484) as previously reported in Italians and American Europeans. 18, 20 These results were in accordance with the findings from previous GWAS study. 18 To the best of our knowledge, this is the first investigation to validate the association of neuroblastoma risk with GWAS-identified SNPs within the DUSP12, IL31RA, DDX4, and HSD17B12 genes in a Southern Chinese population.
DUSP12 belongs to the family of dual specificity phosphatases (DUSPs), which function to regulate multiple critical signaling pathways. 34 Misregulation of DUSPs contributes to the development of many diseases, including cancers. 35, 36 DDX4 (VASA) is an ATP-dependent RNA helicase, which fundamentally regulates proliferation and differentiation of germ cell. 37 The mammalian HSD17B12 was originally recognized as a 3-ketoacyl-CoA reductase, engaged in the synthesis of long-chain fatty acid. 38 Interestingly, decreased expression of HSD17B12 significantly inhibited breast cancer cell proliferation in vitro, which could be fully restored by the addition of arachidonic acid. 39 Combined with our findings, we believe that further functional experiments could validate whether rs11037575 C.T polymorphism has a role in HSD17B12 expression. IL-31RA is a unique gp130-like receptor chain of interleukin-31 (IL-31). IL-31 is primarily synthesized by activated CD4 (+) T cells, and mediates activities of a wide spectrum of immune and nonimmune cells. Thus, this cytokine is potentially pleiotropic, which regulates hematopoiesis and immune response, and promotes the development of inflammatory bowel disease, airway hypersensitivity, and dermatitis. 40 Nguyen et al completed a two-stage GWAS on neuroblastoma, 574 low-risk cases and 1,722 controls in the first stage and 124 cases and 
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HSD17B12 polymorphism and neuroblastoma risk 496 controls in the second stage. 18 They found that these four genes and their SNPs were associated with neuroblastoma susceptibility, especially for low-risk neuroblastoma. 18 In the previous replication study, comprising 370 neuroblastoma patients and 809 controls, Capasso et al 20 confirmed the association of neuroblastoma risk with two independent neuroblastoma-associated common genetic variants (rs1027702, rs11037575) in an Italian population.
Apparently, our findings were not totally consistent with the previous studies conducted among Caucasians, AfricanAmericans, and Italians. The inconsistency may be ascribed to the environmental and genetic variations among different ethnicities. For instance, given the possible differences in the minor allele frequency 27 and pattern of linkage disequilibrium of SNPs among Asians, African-Americans, and Caucasians, the effects of the studied SNPs on genetic susceptibility to neuroblastoma may vary. Besides this, the relatively small sample size of this study might have limited the statistical power.
Limitations
There were several possible limitations that should be addressed in this study. First, although it was the largest study in Chinese children, there were only 256 neuroblastoma patients and 531 cancer-free controls included. As a result, the statistical power may be limited. Replication studies from other centers with more sample size were encouraged to validate the association. Second, only four most significant polymorphisms were investigated in the present study, and more polymorphisms, especially the potentially functional SNPs not contained in GWASs, remain to be studied. Third, due to the nature of the retrospective study design, information bias and selection bias might not be avoidable. We could only reduce these biases by frequency-matching of cases and controls by age and gender, due to lack of information on living environment, dietary intake, and parental exposures. Finally, as participants were recruited only from Chinese Han ethnicity residing in Southern China, the findings should be extrapolated to different ethnic groups with great caution.
Conclusion
In conclusion, we verified significant association between HSD17B12 gene rs11037575 T allele and decreased neuroblastoma susceptibility in Southern Chinese children, especially for children aged 18 months, and those with tumor of mediastinum region. However, future well-designed prospective studies with larger sample size including different ethnic populations, detailed information (eg, parental exposures), and functional studies are warranted to strengthen our findings.
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